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<210> 1 

<211> 2749 

<212> DNA 

<213> Human 



<400> 1 

aaccgcttga ggatttaagc tttgccactt tggctccgga gcaagggcag agggctgagc 60 

agtgcagacg ggcctggggc aggcatggcg gattccagcg aaggcccccg cgcggggccc 120 

ggggaggtgg ctgagctccc cggggatgag agtggcaccc caggtgggga ggcttttcct 180 

ctctcctccc tggccaatct gtttgagggg gaggatggct ccctttcgcc ctcaccggct 240 

gatgccagtc gccctgctgg cccaggcgat gggcgaccaa atctgcgcat gaagttccag 300 

ggcgccttcc gcaagggggt gcccaacccc atcgatctgc tggagtccac cctatatgag 360 

tcctcggtgg tgcctgggcc caagaaagca cccatggact cactgtttga ctacggcacc 420 

tatcgtcacc actccagtga caacaagagg tggaggaaga agatcataga gaagcagccg 480 



EXPRESS MAIL NO. EF220716413US 



cagagcccca aagcccctgc 


ccctcagccg 


ccccccatcc 


tcaaagtctt 


caaccggcct 


540 


atcctctttg acatcgtgtc 


ccggggctcc 


actgctgacc 


tggacgggct 


gctcccattc 


600 


ttgctgaccc 


acaagaaacg 


cctaactgat 


gaggagtttc 


gagagccatc tacggggaag 


660 


acctgcctgc 


ccaaggcctt 


gctgaacctg 


agcaatggcc 


gcaacgacac 


catccctgtg 


720 


ctgctggaca 


tcgcggagcg 


caccggcaac 


atgcgggagt 


tcattaactc 


gcccttccgt 


780 


gacatctact 


atcgaggtca 


gacagccctg 


cacatcgcca 


ttgagcgtcg 


ctgcaaacac 


840 


tacgtggaac 


ttctcgtggc 


ccagggagct 


gatgtccacg 


cccaggcccg 


tgggcgcttc 


900 


ttccagccca 


aggatgaggg 


gggctacttc 


tactttgggg 


agctgcccct 


gtcgctggct 


960 


gcctgcacca 


accagcccca 


cattgtcaac 


tacctaacgg 


agaaccccca 


caagaaggcg 


1020 


gacatgcggc 


gccaggactc 


gcgaggcaac 


acagtgctgc 


atgcgctggt 


ggccattgct 


1080 


gacaacaccc 


gtgagaaeac 


caagtttgtt 


accaagatgt 


acgacctgct 


gctgctcaag 


1140 


tgtgcccgcc 


tcttccccga 


cagcaacctg gaggccgtgc tcaacaacga cggcctctcg 


1200 


cccctcatga 


tggctgccaa 


gacgggcaag 


attgggatct 


ttcagcacat 


catccggcgg 


1260 


gaggtgacgg 


atgaggacac 


acggcacctg 


tcccgcaagt 


tcaaggactg 


ggcctatggg 


1320 


ccagtgtatt 


cctcgcttta 


tgacctctcc 


tccctggaca 


cgtgtgggga 


agaggcctcc 


1380 


gtgctggaga 


tcctggtgta 


caacagcaag 


attgagaacc 


gccacgagat 


gctggctgtg 


1440 


gagcccatca 


atgaactgct 


gcgggacaag 


tggcgcaagt 


tcggggccgt 


ctccttctac 


1500 


atcaacgtgg 


tctcctacct 


gtgtgccatg 


gtcatcttca 


ctctcaccgc 


ctactaccag 


1560 


ccgctggagg 


gcacaccgcc 


gtacccttac 


cgcaccacgg 


tggactacct 


gcggctggct 


1620 


ggcgaggrca 


ttacgctctt 


cactggggtc 


ctgttcttct 


tcaccaacat 


caaagacttg 


1680 


l_ l.l_rGL l_ y Cld y a. 


aatgccctyy 


agtgaattct 


ctcttcattg 


atggctcctt 


ccagctgctc 


1740 


tacttcatct 


actctgtcct 


ggtgatcgtc 


tcagcagccc 


tctacctggc 


agggatcgag 


1800 


gcctacctgg 


ccgtgatggt 


ctttgccctg 


gtcctgggct 


ggatgaatgc 


cctttacttc 


1860 


acccgtgggc 


tgaagctgac 


ggggacctat 


agcatcatga 


tccagaagat 


tctcttcaag 


1920 


gaccttttcc 


gattcctgct 


cgtctacttg 


ctcttcatga 


tcggctacgc 


ttcagccctg 


1980 


gtctccctcc 


tgaacccgtg 


tgccaacatg 


aaggtgtgca 


atgaggacca 


gaccaactgc 


2040 


acagtgccca 


cttacccctc 


gtgccgtgac 


agcgagacct 


tcagcacctt 


cctcctggac 


2100 


ctgtttaagc 


tgaccattgg 


catgggcgac 


ctggagatgc 


tgagcagcac 


caagtacccc 


2160 



gtiggtcttca 


tcatcctgct 


ggtgacctac 


atcatcctca 


cctttgtgct 


gctcctcaac 


O O O 

2220 


atgctcattg 


ccctcatggg 


cgagacagtg ggccaggtct 


ccaaggagag 


caagcacatc 


^> o o r\ 

2280 


tggaagctgc 


agtgggccac 


caccatcctg 


gacattgagc 


gctccttccc 


cgtattcctg 


2340 


aggaaggcct 


tccgctctgg 


ggagatggtc 


accgtgggca 


agagctcgga 


cggcactcct 


2400 


gaccgcaggt 


ggtgcttcag 


ggtggatgag 


gtgaactggt 


ctcactggaa 


ccagaacttg 


2460 


ggcatcatca 


acgaggaccc 


gggcaagaat 


gagacctacc 


agtattatgg 


cttctcgcat 


2520 


accgtgggcc 


gcctccgcag ggatcgctgg tcctcggtgg 


taccccgcgt 


ggtggaactg 


2580 


aacaagaact 


cgaacccgga 


cgaggtggtg 


gtgcctctgg 


acagcatggg 


gaacccccgc 


2640 


tgcgatggcc 


accagcaggg 


ttacccccgc 


aagtggagga 


ctgatgacgc 


cccgctctag 


2700 


ggactgcagc 


ccagccccag 


cttctctgcc 


cactcatttc 


tagtccagc 




2749 



<210> 2 

<211> 870 

<212> PRT 

<213> Human 

<400> 2 

Met Ala Asp Ser Ser Glu Gly Pro Arg Ala Gly Pro Gly Glu Val Ala 
1 5 10 15 



Glu Leu Pro Gly Asp Glu Ser Gly Thr Pro Gly Gly Glu Ala Phe Pro 

20 25 .30 



Leu Ser Ser Leu Ala Asn Leu Phe Glu Gly Glu Asp Gly Ser Leu Ser 
35 40 45 



Pro Ser Pro Ala Asp Ala Ser Arg Pro Ala Gly Pro Gly Asp Gly Arg 
50 55 60 



Pro Asn Leu Arg Met Lys Phe Gin Gly Ala Phe Arg Lys Gly Val Pro 
65 70 75 80 



Asn Pro lie Asp Leu Leu Glu Ser Thr Leu Tyr Glu Ser Ser Val Val 
85 90 95 



Pro Gly Pro Lys Lys Ala Pro Met Asp Ser Leu Phe Asp Tyr Gly Thr 
100 ' 105 110 



Tyr Arg His His Ser Ser Asp Asn Lys Arg Trp Arg Lys Lys lie lie 
115 120 125 



Glu Lys Gin Pro GIri Ser Pro Lys Ala Pro Ala Pro Gin Pro Pro Pro 
130 135 140 



lie Leu Lys Val Phe Asn Arg Pro lie Leu Phe Asp lie Val Ser Arg. 
145 150 155 160 



Gly Ser Thr Ala Asp Leu Asp Gly Leu Leu Pro Phe Leu Leu Thr His 
165 170 175 



Lys Lys Arg Leu Thr Asp Glu Glu Phe Arg Glu Pro Ser Thr Gly Lys 
180 ' ~ 185 190 



Thr Cys Leu Pro Lys Ala Leu Leu Asn Leu Ser Asn Gly Arg Asn Asp 
195 200 205 



Thr lie Pro Val Leu Leu Asp lie Ala Glu Arg Thr Gly Asn Met Arg 
210 215 220 



Glu Phe lie Asn Ser Pro Phe Arg Asp lie Tyr Tyr Arg Gly Gin Thr 
225 230 235 240 



Ala Leu His lie Ala lie Glu Arg Arg Cys Lys His Tyr Val Glu Leu 
245 250 " 255 



Leu Val Ala Gin Gly Ala Asp Val His Ala Gin Ala Arg Gly Arg Phe 
260 265 270 



Phe Gin Pro Lys Asp Glu Gly Gly Tyr Phe Tyr Phe Gly Glu Leu Pro 
275 280 285 



Leu Ser Leu Ala Ala Cys Thr Asn Gin Pro His lie Val Asn Tyr Leu 
290 295 300 



Thr Glu Asn Pro His Lys Lys Ala Asp Met Arg Arg Gin Asp Ser Arg 
305 310 315 320 



Gly Asn Thr Val Leu His Ala Leu Val Ala lie Ala Asp Asn Thr Arg 



325 



330 



335 



Glu Asn Thr Lys Phe Val Thr Lys Met Tyr Asp Leu Leu Leu Leu Lys 
340 345 350 



Cys Ala Arg Leu Phe Pro Asp Ser Asn Leu Glu Ala Val Leu Asn Asn 
355 360 365 



Asp Gly Leu Ser Pro Leu Met Met Ala Ala Lys Thr Gly Lys lie Gly 
379 375 380 



lie Ptfe Gin His He He Arg Arg Glu Val Thr Asp Glu Asp Thr Arg 
385 390 395 400 



His Leu Ser Arg Lys Phe Lys Asp Trp Ala Tyr Gly Pro Val Tyr Ser 
405 410 415 



Ser Leu Tyr Asp Leu Ser Ser Leu Asp Thr Gys Gly Glu Glu Ala Ser 
420 425 "* 430 



Val Leu Glu He Leu Val Tyr Asn Ser Lys He Glu Asn Arg His Glu 



( 



435 



440 



445 



Met Leu Ala Val.. Glu Pro He Asn Glu Leu Leu Arg Asp Lys Trp Arg 
450 455 460 



Lys Phe Gly Ala Val Ser Phe Tyr He Asn Val Val Ser Tyr Leu Cys 

465 470 475 480 

Ala Met Val He Phe Thr Leu Thr Ala Tyr Tyr Gin Pro Leu Glu Gly 

485 490 "* 495 



Thr Pro Pro Tyr Pro Tyr Arg Thr Thr Val Asp Tyr Leu Arg Leu Ala 
500 505 510 



Gly Glu Val He Thr Leu Phe Thr Gly Val Leu Phe Phe Phe Thr Asn 
515 520 525 



He Lys Asp Leu Phe Met Lys Lys Cys Pro Gly Val Asn Ser Leu Phe 
530 535 540 



He Asp Gly Ser Phe Gin Leu Leu Tyr Phe He Tyr Ser Val Leu Val 
54 5 550 555 560 



lie Val Ser Ala Ala Leu Tyr Leu Ala Gly lie Glu Ala Tyr Leu Ala 
565 570 575 



Val Met Val Phe Ala Leu Val Leu Gly Trp Met Asn Ala Leu Tyr Phe 
580 585 590 



Thr Arg Gly Leu Lys Leu Thr Gly Thr Tyr Ser lie Met lie Gin Lys 
595 600 605 



lie Leu Phe Lys Asp Leu Phe Arg Phe Leu Leu Val Tyr Leu Leu Phe 
610 ' 615 620 



Met lie Gly Tyr Ala Ser Ala Leu Val Ser Leu Leu Asn Pro Cys Ala 



625 



630 



635 



640 



Asn Met Lys Val Cys Asn Glu Asp Gin Thr Asn Cys Thr Val Pro Thr 
645 650 655 



Tyr Pro Ser Cys Arg Asp Ser Glu Thr Phe Ser Thr Phe Leu Leu Asp 
660 665 670 



Leu Phe Lys Leu Thr lie Gly Met Gly Asp Leu Glu Met Leu Ser Ser 
675 680 685 



Thr Lys Tyr Pro Val Val Phe lie lie Leu Leu Val Thr Tyr lie lie 
690 695 700 



Leu Thr Phe Val Leu Leu Leu Asn Met Leu lie Ala Leu Met Gly Glu 
705 ,710 715 720 



Thr Val Gly Gin Val Ser Lys Glu Ser Lys His lie Trp Lys Leu Gin 
725 730 735 



Trp Ala Thr Thr lie Leu Asp lie Glu Arg Ser Phe Pro Val Phe Leu 
740 745 750 



Arg Lys Ala Phe Arg Ser Gly Glu Met Val Thr Val Gly Lys Ser Ser 
755 760 765 



Asp Gly Thr Pro Asp Arg Arg Trp Cys Phe Arg Val Asp Glu Val Asn 
770 775 780 



Trp Ser His Trp Asn Gin Asn Leu Gly lie lie Asn Glu Asp Pro Gly 
785 790 795 800 



Lys Asn Glu Thr Tyr Gin Tyr Tyr Gly Phe Ser His Thr Val Gly Arg 
805 810 815 

Leu Arg Arg Asp Arg Trp Ser Ser Val Val Pro Arg Val Val Glu Leu 
820 825 830 

Asn Lys Asn Ser Asn Pro Asp Glu Val Val Val Pro Leu Asp Ser Met 
. . 835 840 845 

Gly Asn Pro Arg Cys Asp Gly His Gin Gin Gly Tyr Pro Arg Lys Trp 
850 ' 855 860 

Arg Thr Asp Asp Ala Pro 
865 870 

<210> 3 

<211> 1900 

f 

<212> DNA 

<213> Human 



<400> 3 

gcggccgctg aattctagga catcgcggag cgcaccggca acatgcggga gttcattaac 60 

tcgcccttcc gtgacatcta ctatcgaggg gagctgcccc tgtcgctggc tgcctgcacc 120 

aaccagcccc acattgtcaa ctacctgacg gagaaccccc acaagaaggc ggacatgcgg 180 

cgccaggact cgcgaggcaa cacagtgctg catgcgctgg tggccattgc tgacaacacc 240 

cgtgagaaca ccaagtttgt taccaagatg tacgacctgc tgctgctcaa gtgtgcccgc 300 

ctcttccccg acagcaacct ggaggccgtg ctcaacaacg acggcctctc gcccctcatg 360 

atggctgcca agacgggcaa gattgggatc tttcagcaca tcatccggcg ggaggtgacg 420 

gatgaggaca cacggcacct gtcccgcaag ttcaaggact gggcctatgg gccagtgtat 4 80 

tcctcgcttt atgacctctc ctccctggac acgtgtgggg aagaggcctc cgtgctggag 540 

atcctggtgt acaacagcaa gattgagaac cgccacgaga tgctggctgt ggagcccatc 600 

aatgaactgc tgcgggacaa gtggcgcaag ttcggggccg tctccttcta catcaacgtg 660 



gtctcctacc 


tgtgtgccat 


ggtcatcttc 


actctcaccg 


cctactacca 


gccgctggag 


720 


ggcacaccgc 


cgtaccctta 


ccgcaccacg 


gtggactacc 


tgcggctggc 


tggcgaggtc 


780 


attacgctct 


tcactggggt 


cctgttcttc 


ttcaccaaca 


tcaaagactt 


gttcatgaag 


840 


aaatgccctg 


gagtgaattc 


tctcttcatt 


gatggctcct 


tccagctgct 


ctacttcatc 


900 


tactctgtcc 


tggtgatcgt 


ctcagcagcc 


ctctacctgg 


cagggatcga 


ggcctacctg 


960 


gccgtgatgg 


tctttgccct 


ggtcctgggc 


tggatgaatg 


ccctttactt 


cacccgtggg 


1020 


ctgaagctga 


cggggac.cta 


tagcatcatg 


atccagaaga 


ttctcttcaa 


ggaccttttc 


1080 


cgattcctgc. 


tcgtctactt 


gctcttcatg 


atcggctacg 


cttcagccct 


ggtctccctc 


1140 


ctgaacccgt 


gtgccaacat 


gaaggtgtgc 


aatgaggacc 


agaccaactg 


cacagtgccc 


1200 


acttacccct 


cgtgccgtga 


cagcgagacc 


ttcagcacct 


tcctcctgga 


i 

cctgtttaag 


1260 


ctgaccatcg 


gcatgggcga 


cctggagatg 


ctgagcagca 


ccaagtaccc 


cgtggtcttc 


1320 


atcatcctgc 


tggtgaccta 


catcatcctc 


acctttgtgc 


tgctcctcaa 


catgctcatt 


1380 


gccctcatgg 


gcgagacagt 


gggccaggtc 


tccaaggaga 


gcaagcacat 


ctggaagctg 


1440 


cagtgggcca 


ccaccatcct 


ggacattgag 


cgctccttcc 


ccgtattcct 


gaggaaggcc 


1500 


ttccgctctg 


gggagatggt 


caccgtgggc 


aagagctcgg 


acggcactcc 


tgaccgcagg 


1560 


tggtgcttca 


gggtggatga 


ggtgaactgg 


tctcaciigga 


r^, — * — } *•% +* +* 

accagaactL 


gggca tcaLu 


-L \J£, \J 


aacgaggacc 


cgggcaagaa 


tgagacctac 


cagtattatg 


gcttctcgca 


taccgtgggc 


1680 


cgcctccgca 


gggatcgctg 


gtcctcggtg 


gtaccccgcg 


tggtggaact 


gaacaagaac 


1740 


tcgaacccgg 


acgaggtggt 


ggtgcctctg 


gacagcatgg 


ggaacccccg 


ctgcgatggc 


1800 


caccagcagg 


gttacccccg 


caagtggagg 


actgatgacg 


ccccgctcta 


gggactgcag 


1860 


cccagcccca 


gcttctctgc 


ccactcattt 


ctagtccagc 






1900 



<210> 4 

<211> 602 

<212> PRT 

<213> Human 

<400> 4 

Met Arg Glu Phe lie Asn Ser Pro Phe Arg Asp lie Tyr Tyr Arg Gly 



1 



5 



10 



15 



Glu Leu Pro Leu Ser Leu Ala Ala Cys Thr Asn Gin Pro His lie Val 
20 25 30 



Asn Tyr Leu Thr Glu Asn Pro His Lys Lys Ala Asp Met Arg Arg Gin 
35 40 45 



Asp Ser Arg Gly Asn Thr Val Leu His Ala Leu Val Ala lie Ala Asp 
50 55 60 



Asn Thr Arg Glu Asn Thr Lys Phe Val Thr Lys Met Tyr Asp Leu Leu 
65 70 75 80 



Leu Leu Lys Cys Ala Arg Leu Phe Pro Asp Ser Asn Leu Glu Ala Val 
85 90 95 



Leu Asn Asn Asp Gly Leu Ser Pro Leu Met Met Ala Ala Lys Thr Gly 
100 105 110 



Lys He Gly He Phe Gin His He He Arg Arg Glu Val Thr Asp Glu 
115 120 125 

fc , , * 

Asp Thr Arg His Leu Ser Arg Lys Phe Lys Asp Trp Ala Tyr Gly Pro 
130 135 140 



Val Tyr Ser Ser Leu Tyr Asp Leu Ser Ser Leu Asp Thr Cys Gly Glu 
145 150 155 160 



Glu Ala Ser Val Leu Glu He Leu Val Tyr Asn Ser Lys He Glu Asn 
165 170 175 



Arg His Glu Met Leu Ala Val Glu Pro He Asn Glu Leu Leu Arg Asp 
180 185 190 



Lys Trp Arg Lys Phe Gly Ala Val Ser Phe Tyr He Asn Val Val Ser 
195 200 205 



Tyr Leu Cys Ala Met Val He Phe Thr Leu Thr Ala Tyr Tyr Gin Pro 
210 215 220 



Leu Glu Gly Thr Pro Pro Tyr Pro Tyr Arg Thr Thr Val Asp Tyr Leu 
225 230 235 240 



Arg Leu Ala Gly Glu Val lie Thr Leu Phe Thr Gly Val Leu Phe Phe 
245 250 255 



Phe Thr Asn lie Lys Asp Leu Phe Met Lys Lys Cys Pro Gly Val Asn 
260 , 265 270 



Ser Leu Phe lie Asp Gly Ser Phe Gin Leu Leu Tyr Phe lie Tyr Ser 
275 280 285 



Val Leu Val lie Val Ser Ala Ala Leu Tyr Leu Ala Gly lie Glu Ala 
290 295 300 



Tyr Leu Ala Val Met Val Phe Ala Leu Val Leu Gly Trp Met Asn Ala 
305 310 315 t 320 



Leu Tyr Phe Thr Arg Gly Leu Lys Leu Thr Gly Thr Tyr Ser lie Met 
325 " 330 , 335 



lie Gin Lys lie Leu Phe Lys Asp Leu Phe Arg Phe Leu Leu Val Tyr 

340 345 ' 350 



Leu Leu Phe Met lie Gly Tyr Ala Ser Ala Leu Val Ser Leu Leu Asn 
355 360 365 



Pro Cys Ala Asn Met Lys Val Cys Asn Glu Asp Gin Thr Asn Cys Thr 
370 375 380 



Val Pro Thr Tyr Pro Ser Cys Arg Asp Ser Glu Thr Phe Ser Thr Phe 
385 390 395 400 



Leu Leu Asp Leu Phe Lys Leu Thr lie Gly Met Gly Asp Leu Glu Met 
405 410 415 



Leu Ser Ser Thr Lys Tyr Pro Val Val Phe lie lie Leu Leu Val Thr 
420 425 430 

Tyr lie lie Leu Thr . Phe Val Leu Leu Leu Asn Met Leu lie Ala Leu 
435 440 445 

Met Gly Glu Thr Val Gly Gin Val Ser Lys Glu Ser Lys His lie Trp 
450 455 460 



* 



Lys Leu Gin Trp Ala Thr Thr lie Leu Asp lie Glu Arg Ser Phe Pro 
465 470 475 480 



, Val Phe Leu Arg Lys Ala Phe Arg Ser Gly Glu Met Val Thr Val Gly 
485 490 495 



Lys Ser Ser Asp Gly Thr Pro Asp Arg Arg Trp Cys Phe Arg Val Asp 
500 505 510 



Glu Val Asn Trp Ser His Trp Asn Gin Asn Leu Gly lie lie Asn Glu 

. . 515 520 525 



Asp Pro Gly Lys Asn Glu Thr Tyr Gin Tyr Tyr Gly Phe Ser His Thr 
530 " 535 54 0 



Val Gly Arg Leu Arg Arg Asp Arg Trp Ser Ser Val Val Pro Arg Val 
545 550 555 560 



Val Glu Leu Asn Lys Asn Ser Asn Pro Asp Glu Val Val Val Pro Leu 

565 570 575 



Asp , Ser Met Gly Asn Pro Arg Cys Asp Gly His Gin Gin Gly Tyr Pro 
580 ' 585 590 



Arg Lys Trp Arg Thr Asp Asp Ala Pro Leu 
595 600 



<210> 5 

<211> 28 

<212> DNA 

<213> Homo sapiens 



<400> 5 

gctgtcgggg aagaggcggg cacacttg 28 

<210> 6 
<211> 28 
<212> DNA 



<213> Homo sapiens 
<400> 6 

gcagcagttc attgatgggc tccacagc 

<210> 7 

<211> 20 

<212> DNA 

<213> Homo sapiens 

<400> 7 

atctgcgcat gaagttccag 

<210> 8 

<211> 27 

<212> DNA 

. <213> Homo sapiens 

<400> 8 

gacatcgcgg agcgcaccgg caacatg 

<210> 9 

<211> 28 

<212> DNA 

<213> Homo sapiens 



<400> 9 

gctggactag aaatgagtgg gcagagaa 



